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Cloning and bioinformatic analysis of PPAR« gene in Jingning chicken
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Abstract:  In order to clarify the structure and reveal the role of PPARa in Jingning chicken, the CDS sequence of
Gallus gallus PPARa was applied, and specific primers were designed accordingly. For the cloning of PPARcw, total RNA
was extracted from the kidney of Jingning chicken, and PCR was performed. According to the results of sequencing, the ob-
tained DNA fragments were analyzed by various analysis software. Finally, full length CDS sequence of PPARo was success-
fully obtained. Bioinformatics analysis showed that the CDS of PPAR« was 1 407 bp in length, and the encoded protein con-
tained 468 amino acids. Its molecular weight was 52 300, and the isoelectric point was 5. 85. In the secondary structure and
tertiary structure, the alpha helix and random coil were the main structural forms of the protein. PPARa was a hydrophilic
protein, containing sixteen O-glycosylation sites, twenty-five Ser phosphorylation sites, twelve Thr phosphorylation sites and
six Tyr phosphorylation sites. PPARa did not contain transmembrane structure, signal peptides and N-glycosylation sites.
The PPARa protein had a ZnF_C4 domain between the
100th and the 168th amino acid, and a HOLI domain

%% H #3:2018-07-08
BEE&TE . YRR h e SR AR 45 2 & 10 (31920170027 . between the 264th and the 449th amino acid. The results of

31920170030) homology analysis showed that PPARa gene of Jingning
TEE BN A UHME(1988-) , &, ZE s M, B+, SE50 0, 32 R chicken was closely related to Gallus gallus. The successful
WA W2 5 B R BATSY . (E-mail) yangyanmeix- cloning and functional prediction of PPARa gene in Jingn-
inyan@ 163.com ing chicken provide a basis for further study on the role of

BIRAEE HLPTHIR, (E-mail) zhaxiyingpai@ 163.com this gene in the lipid metabolism of Jingning chicken.
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Fig.2 Base sequence and animo acid sequence of PPAR« gene in Jingning chicken
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Fig.6 Predicted secondary structure of PPAR« protein in Jingning chicken
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Fig.7 Predicted tertiary structure of PPARx protein in Jingn-

ing chicken
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Fig.8 Comparisons of amino acid sequences of PPAR« protein between Jingning chicken and Gullus gallus
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Fig.9 The phylogenetic tree of amino acid sequence of the protein encoded by PPAR« gene in Jingning chicken
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